Supplementary Fig. S2
Determining relative amounts of mRNA transcripts with or without exon 3.
The method is elucidated based on the overlapping sequence from mRNA analysis of child 1. a
Original sequencing output consisted of overlapping peaks. b Sequencing traces were separated for each base using CodonCode Aligner. Single peaks were encircled with boxes of the same width. c Areas underneath each peak (marked in red) were quantified by ImageJ, given as the number of pixel. d Values of area measurements were calculated as a fraction of the combined signal at each nucleotide position and assigned to exon 2 or 3. Mean values and standard deviation for signals related to exon 2 or 3 were calculated. 
